Background: Aim of this study to identify potential high risk age group and gender predisposition for the Influenza A (Novel H1N1) virus infection.
Methods & Materials:
Retrospective analysis of data from urban and rural population of Baroda has been carried out by principal investigator. The statistics were collected over a span of approximately 10 months, from January 01, 2015 to October 30, 2015. Two swabs, Oropharyngeal and nasopharyngeal, were collected by Nylon flocked swab and following WHO recommended standardized protocols. Swabs were transferred to Viral Transport Media (VTM). Triple layer packing was done using Biohazard Zip lock bag and cotton as absorbent and All the samples were transported in cold chain to referral viral laboratory for testing. Further virus detection was done via real time reverse transcriptase polymerize chain reaction machine, the gold standard method. Background: Rotavirus is the leading cause of viral gastroenteritis worldwide; sewage and sewage polluted waters have long been identified as a major source of rotavirus dissemination in the environment. The objective of this study was to detect and identify the circulating G genotypes of rotavirus in sewage from Nigeria using molecular method.
Results
Methods & Materials: From June 2014 to January 2015, 190 sewage samples were collected from 5 states in Nigeria, Borno, Sokoto, Abuja, Kano and Lagos. The two phase concentration method using PEG 6000 and dextran was used to concentrate sewage samples following WHO protocols. Molecular detection was done by RT-PCR, semi-nested multiplex PCR was used to genotype the G protein coding region (VP7) and P protein (VP4).
Results:
Results showed that 14.2% (n=27) of the samples tested positive for rotavirus RNA. Monthly distribution showed that the rainy months of June to September had a lower detection rate of between 3.7% to 7.4% compared to the dry months of October to January 11% to 26%. Genotype distribution showed a higher diversity of G genotypes than P, G1 predominated followed by G8, G9, G4 and lastly G2, only 2 P genotypes were encountered [P4] (60%) and [P8] (20%), G1[P4] was the most prevalent genotype combination, about 22.2% (n=6) of isolates were untypeable by the primers used. Background: The risk of virus introduction and spread into or within farm depends largely on neighbouring farm characteristics, contact structure and biosecurity practices. A qualitative risk analysis was conducted through a cross-sectional study to obtain information on types and frequency on activities guiding the determination of potential AI spread pathways between farms and production regions.
Conclusion
Methods & Materials: The study involved a 95% responded structured questionnaires that were complemented by dialogues administered to poultry farmers, traders and experts (Veterinarians and livestock health workers) in two Nigerian States.
Results: 92% of farmers were aware of and 90% of them were prepared to report outbreaks of poultry diseases. Farmers believed strongly (90%) that contaminated feed and water caused most poultry disease outbreaks. Of concern is no farmer (0%) believed ND could be transmitted by wild birds. Veterinary personnel and radio and television contributed the most (87%) to HPAI awareness. Gombe state had 3 moderate rate reported (12 scores) sites involving trade in live birds and returning trucks from infected
